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[0 0 8 5] 

^towcw&k mmm<D & ? ^mm. mmm, ^#&i> wum 

[0 0 8 6] 

5 «fc 5 fcgcJfeffc&U i&fb^hU^A. ^x>it h u ^ai>s ^ym<z>£ 

2 ,868 ,691 £ <fc Zf , 095 ,355-if iC # L < IH« $ *l T V ^ £ 0 

[0 0 8 7] 

##i^Cj;£#N£n&#©£^CDat*£U£ lilt l*#*K14<Z> 
[0 0 8 8] 

^n&ommmt, ^^\zmun. mmm. %itm. #tsc&L ^ftm cm 

[0 0 8 9] 



miiE4f ¥ 1 1 - 3 0 3 4 4 1 3 



^1 0- 1 1 9 7 3 1 



P oly(A) + RNA©i8tS , ^ ^ 

)Ml , T4B i««l„ bRNA Purification Kit (MA*. «»X 

5- -CGA TTG A AT TCT AGA CCT GCC TCG AGN KM M NN-3' 

LT. Superscript Plas.id Syste. for cDNA Synthesis and PI 
as.io Cionins (fflffi*. GIBCOBRL* «A) *S ^ 2 *« c D N Ae**tlT 
of - EcoBlT^*- (GlBCOBRLi «A) *D«A nation kit ver.2 OSS 

) *bv^l*«. u r*n-^««k«3 0 0~8 0 0bp 

B.DNAMWUMl, PSUG2 (* B #lf 5 ,536,637##» ® E coRI/»o 
gSSTffl«cDNA?-(^7'J - &4#7i. 

,^DNA5^7.J-ffl««FtiSU ■WU*9AtS (Current 
Prodis !n Hoiecuiar Bioiosy 13.7.1 fc*») K * >J »«mi2***«S* 
L, h y ^ ^ r > <Trri**®***KMIK*ffl*«»* <™-TrpiS» ©7 

ter («&« schleicherSSchuellA-JBA) 6fi|v>T#e>ftfc=<CI=- (** 



2 9 



mil^^ ! i - 3 0 3 4 4 1 3 




10 — 119731 



^Obun n -£YPDiMfCMsU 30°C Tr 485^1 >*^s<- h Lf=.'&. 

R£fiH\ >f y^3r- h c DN AfcifdLifc^, Dynabeads OSSife, DYNALJ:*JJ» 
A) 5:M^T^f >ftl*tcDNA^«|?l, &HIE#I<Z)&5e £ffo fc. & 
^@H^ r J©^:^iiDNA Sequencing kit (Dye Terminator Cycle Sequencing Ready 
Reaction) Appl ied Biosystems Inc.irU^A) 

^;i/^-^x>^efeT*iKiSS:fTV^ liDNAi/-!7x>t- 
3 7 3 (Applied Biosystems Inc. ) "C^*^ *J £*Tofe (£U$$J&S@2#J&/E&-f 

[0 0 9 0] 

4v€I©cDNAtfe6rt^?>^i:4ofe. f!ti®A5 5 Zu-yco 
l/tcDNA A5 5 SSTi^cDNAi:^) ICo^T^cDN 

=f- FHitm-fZ Z. Z.IZ «fc »J A 5 5 S S T Wr^f c D N A^#|gfi9A^«5gWtC =b 
DNA©^a-^>^i^SIS^MS 

V?7^i>Ii (13Bfl&j/E) cDNA 7^ U - (Uni-ZAP XR) (Stratagene J; ij 

ISA) <fc i ; n *>tit=. i o otj-J^-v zi-juytyzfuz/izh^yxyy-L 
mzLfctf^^JyVZ'^ii-^zyZli^K ^mcom'&t u-y£mt~» tco 

tp(D 1 ? U-yZmMLT, AJUfiDH 5 atC^K^LT^^ 

fe c tJ^{C5 ? M(Z)^SSS^J5:^:^LT V^^A 5 5 SSTWf^cDNAOifiS 



1 1-3034413 



^10-119731 



0>&m*yX*^ SWSI^SW ( 1 4 4. . 1 4 1 8) 4 2 5 7*; 

' »B?if - - * k a® s nx ^ i, nnowmn r^nvx bustn s * rt 

* W5 y«WCC*LTBUSII. BLASTPfcitmSTAtCi'je^feSS*. 
^*fflbfe. **<™ 7 7 

7 ,J * feBUSTX - « STPSitmsTA 

(t >n -:^r?* A5 5 ( W «l<5T5;SS5!l-44Bri<!>*«) " 
h ' S l-5 (s-issPro, Accession BB03877XOT 5 7 WB« 1 -387B©««) ® 

T n S (Beata Lecka-Czernik et.ah M.1.C11.B1.1.15 120-128 1995) „ Mb 
„techaJ:«A).C«5'RACE( 8 api d A.pH fi catio„ of eDM 



3 1 



mil#¥ 1 1 - 3 0 3 4 4 1 3 




1 0— 1 1 9 7 3 1 




-7-«A55-Rl 

5' - CGT TTG TGC ACT GCT GCT GTG CAT TCC -3' 

Jfifl$*l£c DN A£7#n-;*m^efcSfrT*#Mgt pGEM-T Vector P 
romegaj; 'JIA) K3g*gU «IDH 5 a iCf S^IUT77^^ K5:il?l 

£tf8) 0 ssfe#jte^-<z)»«f^e), @H^J#-^8-e^$tifc^D->«ie^j3-e 

mbt~o *aKU K<Z>f£B# >7\°? ft, gg?(J## 8 fC^£*l£ (3 4 0. . 

1 6 1 4) 4 2 575 {C^$;ft&4 2 375 ygftT&S 



WJ6 

M hA5 5fc£-f-0>|ggffi#I©&5£ 

t h ESTSB^'J (GENBANK Accession H17726) £: jIL V , * tf} L „ 

[ 0 0 9 3] 

GENBANK Accession H17726lClS^S tlfcifeSBB^J £^ 
t5tMKcDNA7>f7'7 , J-fi*Oi'n-> (ClonelD 50483) & 7 * D # 
> #>f TJ^^-V- nl/^7i/3> (ATCC) «fc >JAf b, 7^^A5 5 tmWk 

ft, $ei:t-7 I >y-fo^7i/-A^^b, BB#I#-t 1 2 (C^i"7 5 7 

mmmamis^vmpm^ 1 n3t«t7 5;wj$:iit n wcit^?. 

/MaKM^) U^<;i/T-89.3%, 75 7 ^U^;i/T"94.2% — £fcLTV^3£#¥(I 



3 2 



ffitIE#¥ 1 1 - 3 0 3 4 4 1 3 



^1 0- 1 1 9 7 3 1 



u^tH'o 4 2 5T5 ;Si«. «*« 

SIJ6W 

^ A . 6«W-^« K^S-^U,. ^""^ 
15 T3 2 «^SV40 m«*A,««) C ^ b \ 1 L!*"^« H.t 

■ ******* s s „** sftfe «K»»**MS!oo<> (S±7 ' 



3 3 



ffiffitf* 11-3034413 




4fip 1 0 - 1 1 9 7 3 1 

#Jf5Jg*l£ffo£:o t hPDGF-BB (GENZYMEttSS) 1, 3££&10 ng/ml £ IWJ^FtC 
HlHsM 7 <3D#££T?pNotS£ 7ctepNotS-mA55£#A L fc293T*DliS©^§6±?f 
i£*C7M05UC&£ cfce>tC§S#tJU ifflM?fiELISA,BrdU^£L^y h ((Sp^ ^- 
'J>*'-V>A^Ai'JlA) (Dj5m\Z LfctfoT, jfilf¥?#£S*fflfl&tf)BrdU<Z)Ifc 
Ui££?ftl/£U£: 0 *<Z>*£JH0 1 T* a* Lfc v y N lfa^¥?f »fl&&PNotS 

f^it' $> o 7c #\ pNotS-mA55 & 3* A b 7c 293T|fflflgCD^#±m & 3fcJtI LTc^o" 
i£fcBrdU(B^»J&*IEW#I8&e>*lfe. *fcPDGF&l, 3, 10ng/«l(Z>2Rg-t*3fo&n 

&M»<£>i§-£ £ b T T? & o #\ pNotS-mA55 £ 3$ A L 7c293T« 
C7)ig«±ffi£^#nU7c^tCte^S&BrdU©Ifc*J iA^Pfi«^M^^tl7c (0 1 # 

mmmQ 

gE3?tj#-^i 3T?^$ti7cti hi^cDN A^m%m^mmm^^^<^ $ - P Nots 

(Kaufman et al., Nucleic Acids Res. 1 9,4485-4490 (1991) #fig) <Z>T8fEtC5£S£ 
U t h A 5 5^a#6^ffl^7^5 KpNotS-hA55&«SILfco pNotS £ <k tfpNotS 
-hA55£ U tf<7;r (l&S^ GIBCOBRLJ; U1A) £M V^TCoslftHflgKl^A 

U 2 4 iSfa^lCMet? U -<Z)J€MfelC£&L£:gL 35 S-Met, 35 S-Cys L T 

5^K^#&tf ofe. *Wfl&±$t fcEJJRgL t>h'j3>-10 (iffiS*, Amicon 
<fcy!8A) i:Tft 1 O^C^fU SDS-PACE£^To7c c 7 * y ;bT ^ F>f)l> 
^ISitfe^ 35 ST'^;i$;ft7-gfifCc7)^£:BAS2000 (f±7^^A) £ fi^ 



1 1 - 3 0 3 4 4 1 3 



^10-119731 



TfcmUfe. P No.S-hA55**AbfcCoslM«>**±«<C ( i. 

*SfeW i o 

^ w ( «a«. GiBcoBKLiuiBA) *»v>tc<»hmc»au a«a±* 

^» I *«*»«■■« (ATCC CKL-1444) % 9 6**l>- M=*V»T. 10% 

WIMtiW i. 4 e rra.cffl E «^^fe s H^«*^- 

^KbT*.^*^, 5Se «mffl-^-^AbfcCo 



3 5 



ffiSE#¥ 1 1 - 3 0 3 4 4 1 3 




iff ¥ 1 0- 1 1 9 7 3 1 

btltc (EI2#Bg) c £ t>\Z%\}<D^ V hlt^^m^mmm (Alec CRL-1476& J: 
tfCRL-2018) £bMfilf¥?fM» (ATCC CRL-1999) IZ £ =b [sJ^O^'ft^ 

mth^ftt-* r©:^^, hA 5 5£Sttv?XA5 5gS£lRl8l 

tc ifii <t¥ ft is ic m -t & it 5a pa m fg £ ^ s 3 i: # m e> ^ t & o & . 

[0 0 9 6] 

(jD^ffi^fc^sfebtife. L^Lmm^mmz-^^x j -v«i*sk-mel-2 

c ©ss^j £ mm-t & z. t % m e> ^ t & -d t=. a 
mmm 1 1 

RTNPVYRGPYSNPYSTSYSG (71-90) (gETUS^ 1 ©48-67) 
GAYYIFQIKSGNEGREFYMR (376-395) (@E?!J## 1 ©353-372) 
MTRPIKGPRDIQLDLEM I TVN (406-426) (ffi#|#-i§- 1 ©383-403) 

£ig*±?ff £SDS-PAGE&C^tt£^ gfi£T?y;i/T^ F4*;i>fr £> ^ ^ □ > - 
P (PVDFjgg, IffiS*, ^'J^T^'JiA) lCh7>^77-lfe. ff^Lfc^ 

l^&VmA) £M^T38-feU ffl^Slx.T^^A 5 5SS ^tSLfe. -^©^^ 
, V?*A5 5#g3g/<^^-pNotS-»A55S:#Abfe«Hfla©^f#±?SlCtt||J6M7 
T' ffifE L 35S ^ ;i/ <Z> l£Sfc £ H £ ft fi T* & £ 60kDa^i£ Jp. - CD M > K # ^ ffi $ 
tifec — ^SS^* # -pNotS(Z)*S:^ALfejfiHJBS©±?fflCli60kDa#3aicA> K 



11-3034413 



1973 1 



[01] PDG 
[02] PDG 



A 5 S^^tfE^"**^*^* 5 "*"' 

[U?U«] 
E^IJ## : 1 

iE^'J©*^ : 448 
Met Pro Gly Leu Lys 



Arg He Leu Thr Val Thr lie Leu Ala Leu Trp 



-20 



-15 



-10 



L eu Pro His Pro Gly As. Ala Gin Gin Gin Cys Thr Asn Gly Phe Asp 

5 

Leu Asp Arg Gin Ser Gly Gin Cys Leu As P He Asp Glu Cys Arg Thr 

or\ 25 



10 



lie Pro Glu Ala Cys Arg Gly Asp 



Met Met Cys Val Asn Gin Asn Gly 



30 



35 



40 



Gly Tyr Leu Cys He Pro Arg Thr Asn Pro Val Tyr Arg Gly Pro Tyr 

50 55 



45 

Ser Asn Pro Tyr Ser 
60 



Thr Ser Tyr Ser Gly Pro Tyr Pro Ala Ala Ala 



65 



70 



Pr „ Pro Val Pro Ala Ser Asr, Tyr Pro Thr lie Ser Arg Pro Leu Va, 

75 80 85 

Cys Arg Phe Gly Tyr Gin Met Asp Glu Gly Asn G.n Cys Val Asp Val 



90 
Asp Gli 



C ys Ala Thr As P Ser His Gin Cys Asn Pro Thr Gin lie Cys 



110 



115 



120 



3 7 



1 1 - 3 0 3 4 4 1 3 



10—1 19731 



He Asn Thr Glu Gly Gly Tyr Thr Cys Ser Cys Thr Asp Gly Tyr Trp 

125 130 135 

Leu Leu Glu Gly Gin Cys Leu Asp He Asp Glu Cys Arg Tyr Gly Tyr 

140 145 150 

Cys Gin Gin Leu Cys Ala Asn Val Pro Gly Ser Tyr Ser Cys Thr Cys 

155 160 165 

Asn Pro Gly Phe Thr Leu Asn Asp Asp Gly Arg Ser Cys Gin Asp Val 
170 175 180 185 

Asn Glu Cys Glu Thr Glu Asn Pro Cys Val Gin Thr Cys Val Asn Thr 

190 195 200 

Tyr Gly Ser Phe lie Cys Arg Cys Asp Pro Gly Tyr Glu Leu Glu Glu 

205 210 215 

Asp Gly He His Cys Ser Asp Met Asp Glu Cys Ser Phe Ser Glu Phe 

220 225 230 

Leu Cys Gin His Glu Cys Val Asn Gin Pro Gly Ser Tyr Phe Cys Ser 

235 240 245 

Cys Pro Pro Gly Tyr Val Leu Leu Asp Asp Asn Arg Ser Cys Gin Asp 
250 255 260 265 

lie Asn Glu Cys Glu His Arg Asn His Thr Cys Thr Ser Leu Gin Thr 

270 275 280 

Cys Tyr Asn Leu Gin Gly Gly Phe Lys Cys He Asp Pro He Ser Cys 

285 290 295 

Glu Glu Pro Tyr Leu Leu He Gly Glu Asn Arg Cys Met Cys Pro Ala 

300 305 310 

Glu His Thr Ser Cys Arg Asp Gin Pro Phe Thr He Leu Tyr Arg Asp 

315 320 325 

Met Asp Val Val Ser Gly Arg Ser Val Pro Ala Asp He Phe Gin Met 
330 335 340 345 

Gin Ala Thr Thr Arg Tyr Pro Gly Ala Tyr Tyr He Phe Gin lie Lys 



tfilElf ^ 1 1 - 3 0 3 4 4 1 3 



350 



^ 1 0 - 1 1 9 7 3 1 



355 360 



Ser Gly Asn Glu Gly Arg Gl« Phe Tyr Met Arg Gin Thr Gly Pro He 

365 370 375 

Ser Ala Thr Leu Val Met Thr Arg Pro lie Lys Gly Pro Arg Asp lie 

380 385 390 

Gin Leu Asp Leu Glu Met He Thr Val Asn Thr Val lie Asn Phe Arg 



400 405 



395 

Gly Ser Ser Val He Arg Leu Arg He Tyr Val Ser Gin Tyr Pro Phe 
410 

mom — 

IH^IJ©^^ : C DNA to mRNA 

ATGCCAGGAT TAAAAAGGAT ACTCACTGTT ACCATCTTGG CACTCTGGCT TCCACATCCT 
GGGAATGCAC AGCAGCAGTG CACAAACGGC TTTGACCTGG ACCGCCAGTC AGGACAGTGT 
CTAGATATTG ATGAATGCCG GACCATCCCT GAGGCTTGTC GTGGGGACAT GATGTGTGTC 
AACCAGAATG GCGGGTATTT GTGCATCCCT CGAACCAACC CAGTGTATCG AGGGCCTTAC 
TCAAATCCCT ACTCTACATC CTACTCAGGC CCATACCCAG CAGCGGCCCC ACCAGTACCA 
GCTTCCAACT ACCCCACGAT TTCAAGGCCT CTTGTCTGCC GCTTTGGGTA TCAGATGGAT 
GAAGGCAACC AGTGTGTGGA TGTGGACGAG TGTGCAACAG ACTCACACCA GTGCAACCCT 
ACCCAGATCT GTATCAACAC TGAAGGAGGT TACACCTGCT CCTGCACCGA TGGGTACTGG 
CTTCTGGAAG GGCAGTGCCT AGATATTGAT GAATGTCGCT ATGGTTACTG CCAGCAGCTC 
TGTGCAAATG TTCCAGGATC CTATTCCTGT ACATGCAACC CTGGTTTCAC CCTCAACGAC 
GATGGAAGGT CTTGCCAAGA TGTGAACGAG TGCGAAACTG AGAATCCCTG TGTTCAGACC 
TGTGTCAACA CCTATGGCTC TTTCATCTGC CGCTGTGACC CAGGATATGA ACTTGAGGAA 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 



3 9 



1 1 - 3 0 3 4 4 1 3 




4#5p 1 0— 1 1 9 7 3 1 




GATGGCATTC 


ACTGCAGTGA 


TATGGACGAG 


TGCAGCTTCT 


CCGAGTTCCT 


CTGTCAACAC 


780 


GAGTGTGTGA 


ACCAGCCGGG 


CTCATACTTC 


TGCTCGTGCC 


CTCCAGGCTA 


CGTCCTGTTG 


840 


GATGATAACC 


GAAGCTGCCA 


GGATATCAAT 


GAATGTGAGC 


ACCGAAACCA 


CACGTGTACC 


900 


TCACTGCAGA 


CTTGCTACAA 


TCTACAAGGG 


GGCTTCAAAT 


GTATTGATCC 


CATCAGCTGT 


960 


GAGGAGCCTT 


ATCTGCTGAT 


TGGTGAAAAC 


CGCTGTATGT 


GTCCTGCTGA 


GCACACCAGC 


1020 


TGCAGAGACC 


AGCCATTCAC 


CATCCTGTAT 


CGGGACATGG 


ATGTGGTGTC 


AGGACGCTCC 


1080 


GTTCCTGCTG 


ACATCTTCCA 


GATGCAAGCA 


ACAACCCGAT 


ACCCTGGTGC 


CTATTACATT 


1140 


TTCCAGATCA 


AATCTGGCAA 


CGAGGGTCGA 


GAGTTCTATA 


TGCGGCAAAC 


AGGGCCTATC 


1200 


AGTGCCACCC 


TGGTGATGAC 


ACGCCCCATC 


AAAGGGCCTC 


GGGACATCCA 


GCTGGACTTG 


1260 


GAGATGATCA 


CTGTCAACAC 


TGTCATCAAC 


TTCAGAGGCA 


GCTCCGTGAT 


CCGACTGCGG 


1320 


ATATATGTGT 


CGCAGTATCC 


GTTC 








1344 



BB^IIOSS : 2233 

@e?'j<z>M : mm 

M^\(DWM • cDNA to mRNA 



itJ\/ii% ! y :7W13 Hfl&^OR 
^7D->^: mouse A 5 5 

ift&Z^klrm^ : CDS 
#£&fi : 75. .1418 

: S 

n^^MtM^ : sig peptide 
#£&g : 75.. 143 

^m^^tr^^m •. s 



mm 



4 0 1 1 - 3 0 3 4 4 1 3 




^ i 0 - 1 1 9 7 3 1 



^^^i"§B-t : ™ at peptide 
: 144.. 1418 



-23 



-20 



-15 



TTG GCA CTC TGG CTT CCA CAT CCT GGG AAT GCA CAG CAG CAG TGC ACA 
Leu Ala Leu Ir P Leu Pro Bis Pro Gly 1. AU G>n Gin Gl. Cys Thr 



-10 



AAC GGC TTT GAC CTG GAC CGC CAG TCA GGA CAG TGT CTA GAT ATT GAT 
Asn Gly Phe Asp Leu Asp Ar g Gl. Ser Gly Gin Cys Leu Asp He Asp 



10 



15 



GAA TGC CGG »CC ATC CCT GAG GCT TGT CGT GGG GAC ATG ATG TGT GTC 
Gl. C»s Ar e Thr lie Pro Glu Ala Cys Arg Gly Asp H«t «.« Cys Va. 



25 



30 



AAC CAG AAT GGC GGG TAT TTG TGC ATC CCT CGA ACC AAC CCA GTG TAT 
ls „ Gl, Asn Gly Gly Tyr Leu Cys lie Pro Arg Thr Asn Pro W Tyr 



40 



45 



50 



110 



AATTCGGCAC GAGCCCCAGT CCCACCGCAG AGCCTGCCTT CCTCGCGTCG CTTCTCCTCC 60 
Met Pro Gly Leu Lys Arg He Leu Thr Val Thr lie 



158 



206 



254 



302 



CGA GGG CCT TAG TCA AAT CCC TAG TGT ACA ICC TAG TCA GGC CCA TAG 
Are Gl, Pro Tyr Ser Asn Pro Tyr Ser Thr Ser Tyr Ser Gly Pro Tyr 



350 



60 



65 



CCA GCA GCG GCC CCA CCA GTA CCA GCT TCC AAC TAG CCC ACG ATT TCA 
Pro Ala Ala Ala Pro Pro Va. Pro Ala Ser Asn Tyr Pro Thr lie Ser 



398 



75 



80 



AGG CCT CTT GTC TGC CGC TTT GGG TAT CAG ATG GAT GAA GGC AAC CAG 
Arg Pro Leu Va, Cys Ar g Phe G„ Tyr Gin let Asp Glu Gly Asn Gin 



446 



90 



95 



100 



4 1 



BUG* 11-3034413 



1 0 — 1 1 9 7 3 1 



TGT GTG GAT GTG GAC GAG TGT GCA ACA GAC TCA CAC CAG TGC AAC CCT 494 

Cys Val Asp Val Asp Glu Cys Ala Thr Asp Ser His Gin Cys Asn Pro 

105 110 115 

ACC CAG ATC TGT ATC AAC ACT GAA GGA GGT TAC ACC TGC TCC TGC ACC 542 

Thr Gin He Cys He Asn Thr Glu Gly Gly Tyr Thr Cys Ser Cys Thr 

120 125 130 

GAT GGG TAC TGG CTT CTG GAA GGG CAG TGC CTA GAT ATT GAT GAA TGT 590 

Asp Gly Tyr Trp Leu Leu Glu Gly Gin Cys Leu Asp He Asp Glu Cys 

135 140 145 

CGC TAT GGT TAC TGC CAG CAG CTC TGT GCA AAT GTT CCA GGA TCC TAT 638 

Arg Tyr Gly Tyr Cys Gin Gin Leu Cys Ala Asn Val Pro Gly Ser Tyr 

150 155 160 165 

TCC TGT ACA TGC AAC CCT GGT TTC ACC CTC AAC GAC GAT GGA AGG TCT 686 

Ser Cys Thr Cys Asn Pro Gly Phe Thr Leu Asn Asp Asp Gly Arg Ser 

170 175 180 

TGC CAA GAT GTG AAC GAG TGC GAA ACT GAG AAT CCC TGT GTT CAG ACC 734 

Cys Gin Asp Val Asn Glu Cys Glu Thr Glu Asn Pro Cys Val Gin Thr 

185 190 195 

TGT GTC AAC ACC TAT GGC TCT TTC ATC TGC CGC TGT GAC CCA GGA TAT 782 

Cys Val Asn Thr Tyr Gly Ser Phe He Cys Arg Cys Asp Pro Gly Tyr 

200 205 210 

GAA CTT GAG GAA GAT GGC ATT CAC TGC AGT GAT ATG GAC GAG TGC AGC 830 

Glu Leu Glu Glu Asp Gly He His Cys Ser Asp Met Asp Glu Cys Ser 

215 220 225 

TTC TCC GAG TTC CTC TGT CAA CAC GAG TGT GTG AAC CAG CCG GGC TCA 878 

Phe Ser Glu Phe Leu Cys Gin His Glu Cys Val Asn Gin Pro Gly Ser 

230 235 240 245 

TAC TTC TGC TCG TGC CCT CCA GGC TAC GTC CTG TTG GAT GAT AAC CGA 926 

Tyr Phe Cys Ser Cys Pro Pro Gly Tyr Val Leu Leu Asp Asp Asn Arg 



&UW¥- 1 1 - 3 0 3 4 4 1 3 



^ 10-119731 



on,n 260 
250 ^ 

AGC TGC CAG GAT ATC A AT GAA TGT GAG CAC CGA AAC CAC ACG TGT ACC 
Ser Cys Gl. Asp lie Asn Glu Cys G.u His Arg Asn His Thr Cys Thr 

265 270 275 

TCA CTG CAG ACT TGC TAG AAT CTA CAA GGG GGC TTC AAA TGT ATT GAT 
Ser Leu Gin Thr Cys Tyr Asn Le» 01. Gl, Gl, Phe L,s Cys He Asp 

oqc 290 
280 Zbi) 

rrc ATC AGC TGT GAG GAG CCT TAT CTG CTG ATT GGT GAA AAC CGC TGT 
Pro IU Ser Cys Glu Glu Pro T,r Leu Leu lie Gl, G.u Asn Arg Cys 

295 300 305 

ATG TGT CCT GCT GAG CAC ACC AGC TGC AGA GAC CAG CCA TTC ACC ATC 
get C,s Pro Ala Glu His Thr Ser Cys »r g Asp Gin Pro Phe Thr lie 

oic 320 325 

310 di3 

CTG TAT CGG GAC ATG GAT GTG GTG TCA GGA CGC TGC GTT CCT GCT GAC 

Leu T,r Arg »s P Met Asp Val Va. Ser Gl, Arg Ser Va, Pro Ala Asp 

cor 340 

330 6dS> 
ATC TTC CAG ATG CAA GCA ACA ACC CGA TAG CCT GGT GCC TAT TAG ATT 
Phe Gin Met Gin Ala Thr Thr Arg Tyr Pro Gly Ala Tyr Tyr He 

345 350 365 

TTC CAG ATC AAA TCT GGC AAC GAG GGT CGA GAG TTC TAT ATG CGG CAA 
Phe Gin lie Lys Ser Gly Asn G.u Gl, Arg Glu Phe Tyr Met Arg Glu 

o fi c 370 
360 dbb 

ACi GGG CCT ATC ACT GCC ACC CTG GTG ATG ACA CGC CCC ATC AAA GGG 
Thr Gly Pro He Ser Ala Thr Leu Va, Met Thr Arg Pro lie Lys Gly 

375 380 385 

CCT CGG GAC ATC CAG CTG GAC TTG GAG ATG ATC ACT GTC AAC ACT GTC 
Pro Arg Asp II. Gin Leu Asp Leu Glu Met lie Thr Va. Asn Thr Va, 

395 400 405 

390 Ja3 

ATC AAC TTC AGA GGC AGC TCC GTG ATC CGA CTG CGG ATA TAT GTG TCG 



974 



1022 



1070 



1118 



1166 



1214 



1262 



1310 



1358 



1406 



4 3 



fflSEtf* 1 1 - 3 0 3 4 4 1 3 



ft 1 0- 1 1 9 7 3 1 



lie Asn Phe Arg Gly Ser Ser Val lie Arg Leu Arg lie Tyr Val Ser 

410 415 420 

CAG TAT CCG TTC TGAGCCTCTG GCTAAGGCCT CTGACACTGC CTTTCACCAG 1458 
Gin Tyr Pro Phe 
425 



CACCGAGGGA 


CGGGAGGAGA 


AAGGAAACCA 


GCAAGAATGA 


GAGCGAGACA 


GACATTGCAC 


1518 


CTTTCCTGCT 


GAATATCTCC 


TGGGGGCATC 


AGCCTAGCAT 


CTTGACCCAT 


ATCTGTACTA 


1578 


TTGCAGATGG 


TCACTCTGAA 


GGACACCCTG 


CCCTCAGTTC 


CTATGATGCA 


GTTATCCAAA 


1638 


AGTGTTCATC 


TTAGCCCCTG 


ATATGAGGTT 


GCCAGTGACT 


CTTCAAAGCC 


TTCCATTTAT 


1698 


TTCCATCGTT 


TTATAAAAAA 


GAAAATAGAT 


TAGATTTGCT 


GGGGTATGAG 


TCCTCGAAGG 


1758 


TTCAAAAGAC TGAGTGGCTT 


GCTCTCACCT 


CTTCCTCTCC 


TTCCTCCATC 


TCTTGCTGCA 


1818 


TTGCTGCTTT 


GCAAAAGTCC 


TCATGGGCTC 


GTGGGAAATG 


CTGGGAATAG 


CTAGTTTGCT 


1878 


TCTTGCATGT 


TCTGAGAAGG 


CTATGGGAAC 


ACACCACAGC 


AGGATCGAAG 


GTTTTTATAG 


1938 


AGTCTATTTT 


AAAATCACAT 


CTGGTATTTT 


CAGCATAAAA 


GAAATTTTAG 


TTGTCTTTAA 


1998 


AATTTGTATG 


AGTGTTTAAC 


CTTTTCTTAT 


TCATTTTGAG 


GCTTCTTAAA 


GTGGTAGAAT 


2058 


TCCTTCCAAA 


GGCCTCAGAT 


ACATGTTATG 


TTCAGTCTTT 


CCAACCTCAT 


CCTTTCCTGC 


2118 


ATCTTAGCCC 


AGTTTTTACG 


AAGACCCCTT 


AATCATGCTT 


TNTTAAGAGT 


TTTTACCCAA 


2178 


CTGCGTTGGA 


AGACAGAGGT 


ATCCAGACTG 


ATTAAATAAT 


TGAAGAAAAA 


AAAAA 


2233 



fEfllOSS : 423 

htffn i/-: \6.Mtf. 

Gin Cys Thr Asn Gly Phe Asp Leu Asp Arg Gin Ser Gly Gin Cys Leu 

15 10 15 

Asp He Asp Glu Cys Arg Thr He Pro Glu Ala Cys Arg Gly Asp Met 

20 25 30 



£B!I#¥ 1 1 - 3 0 3 4 4 1 3 



iff 3JL 10-119731 

Met Cys Val Asn G.n Asn Gly G.y Tyr Leu Cys He Pro Arg Thr Asn 

35 4° 45 

Pr „ va, Tyr Ar g G.y Pro Tyr Ser Asn Pro Tyr Ser Thr Ser Tyr Ser 

rrtr 60 

50 bb 
G W Pro Tyr Pro Ala A.a Ala Pro Pro Va, Pro Ala Ser Asn Tyr Pro 

65 70 " 

Thr „, Ser Arg Pro Leu Va. Cys Arg Phe Gly Tyr Gin It Asp G.u 

85 90 95 

Gl, Asn Gin Cys Val Asp Va! Asp Gl. Cys Ala Thr Asp Ser His Gin 

100 105 110 

C,s Asn Pro Thr Gin lie Cys lie Asn Thr Gl. G.y Gl, Tyr Thr Cys 

115 120 125 

Ser Cys Thr Asp Gly Tyr Trp Le» Leu Glu G!y G.n Cys Leu Asp He 

ior 140 

130 

4 sp Gl. Cys Arg Tyr G.y Tyr Cys Gin Gin Leu Cys Ala Asn Val Pro 

145 I 50 155 

G„ Ser Tyr Ser Cys Thr Cys Asn Pro G.y Phe Thr Leu Asn Asp Asp 

165 170 175 

G.y Arg Ser Cys G.n Asp Val Asn Glu Cys G.u Thr G.u Asn Pro Cys 

180 

,a. G.n Thr Cys Va. Asn Thr Tyr O, Ser Phe I.e Cys Arg Cys Asp 

195 200 205 

Pro Gl, Tyr G.u Leu Glu G.u Asp G.y He His Cys Ser Asp «et Asp 

91R 220 
210 ZiD 

Glu Cys Ser Phe Ser G.u Phe Leu Cys Gin HI. Glu Cys Va, Asn G.n 

240 

225 230 

Pro G„ Ser Tyr Phe Cys Ser Cys Pro Pro G.y Tyr Va. Leu Leu »s P 

245 250 2M 

Asp Asn Arg Ser Cys Gin Asp ,,e Asn G.u Cys G.u His Arg Asn His 

4 5 ffiJMf^ 1 1 - 3 0 3 4 4 1 




1 0— 1 1 9 7 3 1 



260 265 270 

Thr Cys Thr Ser Leu Gin Thr Cys Tyr Asn Leu Gin Gly Gly Phe Lys 

275 280 285 

Cys lie Asp Pro He Ser Cys Glu Glu Pro Tyr Leu Leu lie Gly Glu 

290 295 300 

Asn Arg Cys Met Cys Pro Ala Glu His Thr Ser Cys Arg Asp Gin Pro 
305 310 315 320 

Phe Thr He Leu Tyr Arg Asp Met Asp Val Val Ser Gly Arg Ser Val 

325 330 335 

Pro Ala Asp He Phe Gin Met Gin Ala Thr Thr Arg Tyr Pro Gly Ala 

340 345 350 

Tyr Tyr lie Phe Gin He Lys Ser Gly Asn Glu Gly Arg Glu Phe Tyr 

355 360 365 

Met Arg Gin Thr Gly Pro He Ser Ala Thr Leu Val Met Thr Arg Pro 

370 375 380 

lie Lys Gly Pro Arg Asp He Gin Leu Asp Leu Glu Met He Thr Val 
385 390 395 400 

Asn Thr Val He Asn Phe Arg Gly Ser Ser Val He Arg Leu Arg He 

405 410 415 

Tyr Val Ser Gin Tyr Pro Phe 
420 

@E?U## : 5 
mn<D^ : 1269 

mwm : mm 

W.W]CDMM ■• cDNA to mRN'A 



miiE#^ 1 1 - 3 0 3 4 4 1 3 



^f5p 10 — 1 19731 



CAGTGCACAA ACGGCTTTGA 
TGCCGGACCA TCCCTGAGGC 
TATTTGTGCA TCCCTCGAAC 
ACATCCTACT CAGGCCCATA 
ACGATTTCAA GGCCTCTTGT 
GTGGATGTGG ACGAGTGTGC 
AACACTGAAG GAGGTTACAC 
TGCCTAGATA TTGATGAATG 
GGATCCTATT CCTGTACATG 
CAAGATGTGA ACGAGTGCGA 
GGCTCTTTCA TCTGCCGCTG 
AGTGATATGG ACGAGTGCAG 
CCGGGCTCAT ACTTCTGCTC 
TGCCAGGATA TCAATGAATG 
TACAATCTAC AAGGGGGCTT 
CTGATTGGTG AAAACCGCTG 
TTCACCATCC TGTATCGGGA 
TTCCAGATGC AAGCAACAAC 
GGCAACGAGG GTCGAGAGTT 
ATGACACGCC CCATCAAAGG 
AACACTGTCA TCAACTTCAG 
TATCCGTTC 

: 6 

gS^ljCO^S : 461 
@^lj(Z)§i!: T^JM 



CCTGGACCGC 
TTGTCGTGGG 
CAACCCAGTG 
CCCAGCAGCG 
CTGCCGCTTT 
AACAGACTCA 
CTGCTCCTGC 
TCGCTATGGT 
CAACCCTGGT 
AACTGAGAAT 
TGACCCAGGA 
CTTCTCCGAG 
GTGCCCTCCA 
TGAGCACCGA 
CAAATGTATT 
TATGTGTCCT 
CATGGATGTG 
CCGATACCCT 
CTATATGCGG 
GCCTCGGGAC 
AGGCAGCTCC 



CAGTCAGGAC 
GACATGATGT 
TATCGAGGGC 
GCCCCACCAG 
GGGTATCAGA 
CACCAGTGCA 
ACCGATGGGT 
TACTGCCAGC 
TTCACCCTCA 
CCCTGTGTTC 
TATGAACTTG 
TTCCTCTGTC 
GGCTACGTCC 
AACCACACGT 
GATCCCATCA 
GCTGAGCACA 
GTGTCAGGAC 
GGTGCCTATT 
CAAACAGGGC 
ATCCAGCTGG 
GTGATCCGAC 



AGTGTCTAGA 
GTGTCAACCA 
CTTACTCAAA 
TACCAGCTTC 
TGGATGAAGG 
ACCCTACCCA 
ACTGGCTTCT 
AGCTCTGTGC 
ACGACGATGG 
AGACCTGTGT 
AGGAAGATGG 
AACACGAGTG 
TGTTGGATGA 
GTACCTCACT 
GCTGTGAGGA 
CCAGCTGCAG 
GCTCCGTTCC 
ACATTTTCCA 
CTATCAGTGC 
ACTTGGAGAT 
TGCGGATATA 



TATTGATGAA 60 
GAATGGCGGG 120 
TCCCTACTCT 180 
CAACTACCCC 240 
CAACCAGTGT 300 
GATCTGTATC 360 
GGAAGGGCAG 420 
AAATGTTCCA 480 
AAGGTCTTGC 540 
CAACACCTAT 600 
CATTCACTGC 660 
TGTGAACCAG 720 
TAACCGAAGC 780 
GCAGACTTGC 840 
GCCTTATCTG 900 
AGACCAGCCA 960 
TGCTGACATC 1020 
GATCAAATCT 1080 
CACCCTGGTG 1140 
GATCACTGTC 1200 
TGTGTCGCAG 1260 
1269 



4 7 



tfJSE#¥ 1 1 -3 0 3 4 4 1 3 




1 0 - 1 1 9 7 3 1 

Met Gly Pro Arg Ser Phe Glu Pro Met His Ser Gly Leu Cys Arg Gin 
-36 -35 -30 -25 

Arg Arg Met lie Leu Thr Val Thr He Leu Ala Leu Trp Leu Pro His 
-20 -15 -10 -5 

Pro Gly Asn Ala Gin Gin Gin Cys Thr Asn Gly Phe Asp Leu Asp Arg 

1 5 10 

Gin Ser Gly Gin Cys Leu Asp He Asp Glu Cys Arg Thr He Pro Glu 

15 20 25 

Ala Cys Arg Gly Asp Met Met Cys Val Asn Gin Asn Gly Gly Tyr Leu 

30 35 40 

Cys He Pro Arg Thr Asn Pro Val Tyr Arg Gly Pro Tyr Ser Asn Pro 
45 50 55 60 

Tyr Ser Thr Ser Tyr Ser Gly Pro Tyr Pro Ala Ala Ala Pro Pro Val 

65 70 75 

Pro Ala Ser Asn Tyr Pro Thr He Ser Arg Pro Leu Val Cys Arg Phe 

80 85 90 

Gly Tyr Gin Met Asp Glu Gly Asn Gin Cys Val Asp Val Asp Glu Cys 

95 100 105 

Ala Thr Asp Ser His Gin Cys Asn Pro Thr Gin He Cys He Asn Thr 

110 115 120 

Glu Gly Gly Tyr Thr Cys Ser Cys Thr Asp Gly Tyr Trp Leu Leu Glu 
125 130 135 140 

Gly Gin Cys Leu Asp lie Asp Glu Cys Arg Tyr Gly Tyr Cys Gin Gin 

145 150 155 

Leu Cys Ala Asn Val Pro Gly Ser Tyr Ser Cys Thr Cys Asn Pro Gly 

160 165 170 

Phe Thr Leu Asn Asp Asp Gly Arg Ser Cys Gin Asp Val Asn Glu Cys 

175 180 185 

Glu Thr Glu Asn Pro Cys Val Gin Thr Cys Val Asn Thr Tyr Gly Ser 



4 8 ffiItE4#¥ 1 1 - 3 0 3 4 4 1 3 




#¥10-119731 



190 



195 



200 



pheIle C,s Arg CysAspPro Gly Tyr GW Leu 



Glu Glu Asp Gly H< 



205 



210 



His Cys Ser Asp Met Asp 



225 



215 

Glu Cys Ser Phe Ser 

230 



220 



Glu Phe Leu Cys Gin 



235 



His 



Glu Cys Val Asn Gin 



Pro Gly Ser Tyr Phe Cys Ser Cys Pro Pro 



240 



245 



250 



Gly Tyr Val Leu Leu Asp Asp 



Asn Arg Ser Cys Gin Asp He Asn Glu 



255 



260 



265 



Cys 



Glu His Arg Asn His 



T „r Cys Thr Ser Leu Gin Thr Cys Tyr Asn 



270 



275 



280 



Leu Gin Gly 

285 



Gly Phe Lys Cys He Asp Pro 



lle ser Cys Glu Glu Pro 



290 



295 



300 



T„ Leu Leu H« Gl, 01. AS" i'« Cys Ut Cys 

310 



Pro Ala Glu His Thr 



315 



305 



Ser Cys Arg Asp Gin Pro Phe Thr lie Leu Tyr 



Arg Asp Met Asp Val 



320 

Val Ser Gly Arg Ser 

335 

Thr Arg Tyr Pro Gly 

350 

Glu Gly Arg Glu Phe Tyr 



325 



330 



Val Pro Ala Asp He Phe 



Gin Met Gin Ala Thr 



340 



345 



,1. Tyr Tyr He Phe Gin He Lys Ser G.y Asn 



355 



360 



„et Ar 8 Gin Thr Gly Pro He Ser Ala Thr 



365 



370 



375 



380 



Leu Val Met Thr Arg 



Pro He Lys Gly Pro Arg 



Asp He Gin Leu Asp 



385 



390 



395 



phe Arg Gly Ser Ser 



400 



405 



410 



Val He Arg Leu Arg He Tyr 



Val Ser Gin Tyr Pro Phe 



415 



420 



425 



4 9 



11-303441 




[mm: 

gE^jCO^S : 1383 
: 

BS?'J<Z)*!^ : cDNA to mRNA 
@H?'J 

ATGGGACCTA GAAGTTTCGA GCCAATGCAC AGTGGACTCT GCAGACAGAG ACGCATGATA 60 

€| CTCACTGTTA CCATCTTGGC ACTCTGGCTT CCACATCCTG GGAATGCACA GCAGCAGTGC 120 

ACAAACGGCT TTGACCTGGA CCGCCAGTCA GGACAGTGTC TAGATATTGA TGAATGCCGG 180 

ACCATCCCTG AGGCTTGTCG TGGGGACATG ATGTGTGTCA ACCAGAATGG CGGGTATTTG 240 

TGCATCCCTC GAACCAACCC AGTGTATCGA GGGCCTTACT CAAATCCCTA CTCTACATCC 300 

TACTCAGGCC CATACCCAGC AGCGGCCCCA CCAGTACCAG CTTCCAACTA CCCCACGATT 360 

TCAAGGCCTC TTGTCTGCCG CTTTGGGTAT CAGATGGATG AAGGCAACCA GTGTGTGGAT 420 

GTGGACGAGT GTGCAACAGA CTCACACCAG TGCAACCCTA CCCAGATCTG TATCAACACT 480 

GAAGGAGGTT ACACCTGCTC CTGCACCGAT GGGTACTGGC TTCTGGAAGG GCAGTGCCTA 540 

GATATTGATG AATGTCGCTA TGGTTACTGC CAGCAGCTCT GTGCAAATGT TCCAGGATCC 600 

^ TATTCCTGTA CATGCAACCC TGGTTTCACC CTCAACGACG ATGGAAGGTC TTGCCAAGAT 660 

GTGAACGAGT GCGAAACTGA GAATCCCTGT GTTCAGACCT GTGTCAACAC CTATGGCTCT 720 

TTCATCTGCC GCTGTGACCC AGGATATGAA CTTGAGGAAG ATGGCATTCA CTGCAGTGAT 780 

ATGGACGAGT GCAGCTTCTC CGAGTTCCTC TGTCAACACG AGTGTGTGAA CCAGCCGGGC 840 

TCATACTTCT GCTCGTGCCC TCCAGGCTAC GTCCTGTTGG ATGATAACCG AAGCTGCCAG 900 

GATATCAATG AATGTGAGCA CCGAAACCAC ACGTGTACCT CACTGCAGAC TTGCTACAAT 960 

CTACAAGGGG GCTTCAAATG TATTGATCCC ATCAGCTGTG AGGAGCCTTA TCTGCTGATT 1020 

GGTGAAAACC GCTGTATGTG TCCTGCTGAG CACACCAGCT GCAGAGACCA GCCATTCACC 1080 

ATCCTGTATC GGGACATGGA TGTGGTGTCA GGACGCTCCG TTCCTGCTGA CATCTTCCAG 1140 

ATGCAAGCAA CAACCCGATA CCCTGGTGCC TATTACATTT TCCAGATCAA ATCTGGCAAC 1200 

GAGGGTCGAG AGTTCTATAT GCGGCAAACA GGGCCTATCA GTGCCACCCT GGTGATGACA 1260 



ffimE*#¥ 1 1 - 3 0 3 4 4 1 3 



^1 0-1 1 9 7 3 1 



CGCCCCATCA AAGGGCCTCG GGACATCCAG 
GTCATCAACT TCAGAGGCAG CTCCGTGATC 
TTC 

@E?iJ©«£ : 2429 



CTGGACTTGG AGATGATCAC TGTCAACACT 1320 
CGACTGCGGA TATATGTGTC GCAGTATCCG 1380 

1383 



# n->^t : mouse A 55b 
232.. 1614 

mu*^^ • sig p e ? tide 

#£&fi : 232.. 339 

•• mat p e P tide 

340.. 1614 

CAGCATCTCG AGAGAGGCAG CAGACAACCT 
GGGCAGCAAC GTTGTGCGCA GTTTATAAAA 
GACTGCTGAC TACGGCACCA GCAATTGCTT 
CTCCGAACAC TTCTGTCTGC GTTTGCTCTA 



CTCTAGGTCA TTTCTCTTTC TTTTTGGAAA 
TATCACACTA CATGTTTTTT AAATTTGGGA 
TGCTGCGACG GCTGTGAGAC AAGCAGAAGT 
TGTGTGTGAT TTACAGAGGG A ATG GGA 



60 
120 
180 
237 



5 1 



1 1 - 3 0 3 4 4 1 




1 0- 1 1 9 7 3 1 

Met Gly 

-36 -35 

CCT AGA AGT TTC GAG CCA ATG CAC AGT GGA CTC TGC AGA CAG AGA CGC 285 
Pro Arg Ser Phe Glu Pro Met His Ser Gly Leu Cys Arg Gin Arg Arg 

-30 -25 -20 

ATG ATA CTC ACT GTT ACC ATC TTG GCA CTC TGG CTT CCA CAT CCT GGG 333 
Met He Leu Thr Val Thr lie Leu Ala Leu Trp Leu Pro His Pro Gly 

-15 -10 -5 

AAT GCA CAG CAG CAG TGC ACA AAC GGC TTT GAC CTG GAC CGC CAG TCA 381 
Asn Ala Gin Gin Gin Cys Thr Asn Gly Phe Asp Leu Asp Arg Gin Ser 

1 5 10 

GGA CAG TGT CTA GAT ATT GAT GAA TGC CGG ACC ATC CCT GAG GCT TGT 429 
Gly Gin Cys Leu Asp lie Asp Glu Cys Arg Thr He Pro Glu Ala Cys 
15 20 25 30 

CGT GGG GAC ATG ATG TGT GTC AAC CAG AAT GGC GGG TAT TTG TGC ATC 477 
Arg Gly Asp Met Met Cys Val Asn Gin Asn Gly Gly Tyr Leu Cys He 

35 40 45 

CCT CGA ACC AAC CCA GTG TAT CGA GGG CCT TAC TCA AAT CCC TAC TCT 525 
Pro Arg Thr Asn Pro Val Tyr Arg Gly Pro Tyr Ser Asn Pro Tyr Ser 

50 55 60 

ACA TCC TAC TCA GGC CCA TAC CCA GCA GCG GCC CCA CCA GTA CCA GCT 573 
Thr Ser Tyr Ser Gly Pro Tyr Pro Ala Ala Ala Pro Pro Val Pro Ala 

65 70 75 

TCC AAC TAC CCC ACG ATT TCA AGG CCT CTT GTC TGC CGC TTT GGG TAT 621 
Ser Asn Tyr Pro Thr lie Ser Arg Pro Leu Val Cys Arg Phe Gly Tyr 

80 85 90 

CAG ATG GAT GAA GGC AAC CAG TGT GTG GAT GTG GAC GAG TGT GCA ACA 669 
Gin Met Asp Glu Gly Asn Gin Cys Val Asp Val Asp Glu Cys Ala Thr 
95 100 105 110 

5 2 &m%f¥- 1 1 - 3 0 3 4 4 1 3 



^¥10-119731 



GAC TCA CAC CAG TGC AAC CCT ACC CAG ATC TGT ATC AAC ACT GAA GGA 
Asp Ser His Gin Cys As, Pro Thr Gin He Cys He Asn Thr Glu Gly 



115 



120 



125 



GGT TAG ACC TGC TCC TGC ACC GAT GGG TAG TGG CTT CTG GAA GGG CAG 
Gly Tyr Thr Cys Ser Cys Thr Asp Gly Tyr Tr P Leu Leu Glu Gly Gin 



130 



135 



140 



TGC CTA GAT ATT GAT GAA TGT CGC TAT GGT TAG TGC CAG CAG CTC TGT 
Cys Leu Asp He As P Glu Cys Arg Tyr Gly Tyr Cys Gin Gin Leu Cys 



145 



150 



155 



GCA AAT GTT CCA GGA TCC TAT TCC TGT ACA TGC AAC CCT GGT TTC ACC 
A,a Asn Val Pro Gly Ser Tyr Ser Cys Thr Cys As„ Pro Gly Phe Thr 



160 



165 



170 



CTC AAC GAC GAT GGA AGG TCT TGC CAA GAT GTG AAC GAG TGC GAA ACT 
Leu Asn Asp Asp Gly Arg Ser Cys Gin As P Val Asn Glu Cys Glu Thr 



175 



180 



185 



190 



717 



210 



215 



220 



225 



230 



235 



765 



813 



240 



245 



250 



861 



909 



957 



GAG AAT CCC TGT GTT CAG ACC TGT GTC AAC ACC TAT GGC TCT TTC ATC 
GU Asn Pro Cys Val Gin Thr Cys Val Asn Thr Tyr Gly Ser Phe He 

195 20° 205 

TGC CGC TGT GAC CCA GGA TAT GAA CTT GAG GAA GAT GGC ATT CAC TGC !005 
Cys Are Cys Asp Pro Gly Tyr Glu Leu Glu Glu Asp Gly He His Cys 



ACT GAT ATG GAC GAG TGC AGC TTC TCC GAG TTC CTC TGT CAA CAC GAG 1053 
Ser Asp Set Asp Glu Cys Ser Phe Ser Glu Phe Leu Cys Gin His Glu 



TGT GTG AAC CAG CCG GGC TCA TAG TTC TGC TCG TGC CCT CCA GGC TAC 1101 
Cys Val Asn Gin Pro Gly Ser Tyr Phe Cys Ser Cys Pro Pro Gly Tyr 



GTC CTG TTG GAT GAT AAC CGA AGC TGC CAG GAT ATC AAT GAA TGT GAG 1149 
, al Leu Leu Asp Asp Asn Arg Ser Cys Gin Asp He Asn Glu Cys Glu 



5 3 



SE4#¥ 1 1 - 3 0 3 4 4 1 3 



10 — 1 19731 

255 260 265 270 

CAC CGA AAC CAC ACG TGT ACC TCA CTG CAG ACT TGC TAC AAT CTA CAA 1197 

His Arg Asn His Thr Cys Thr Ser Leu Gin Thr Cys Tyr Asn Leu Gin 

275 280 285 

GGG GGC TTC AAA TGT ATT GAT CCC ATC AGC TGT GAG GAG CCT TAT CTG 1245 

Gly Gly Phe Lys Cys He Asp Pro He Ser Cys Glu Glu Pro Tyr Leu 

290 295 300 

CTG ATT GGT GAA AAC CGC TGT ATG TGT CCT GCT GAG CAC ACC AGC TGC 1293 

Leu lie Gly Glu Asn Arg Cys Met Cys Pro Ala Glu His Thr Ser Cys 

305 310 315 

AG A GAC CAG CCA TTC ACC ATC CTG TAT CGG GAC ATG GAT GTG GTG TCA 1341 

Arg Asp Gin Pro Phe Thr He Leu Tyr Arg Asp Met Asp Val Val Ser 

320 325 330 

GGA CGC TCC GTT CCT GCT GAC ATC TTC CAG ATG CAA GCA ACA ACC CGA 1389 

Gly Arg Ser Val Pro Ala Asp lie Phe Gin Met Gin Ala Thr Thr Arg 
335 340 345 350 

TAC CCT GGT GCC TAT TAC ATT TTC CAG ATC AAA TCT GGC AAC GAG GGT 1437 

Tyr Pro Gly Ala Tyr Tyr He Phe Gin He Lys Ser Gly Asn Glu Gly 

355 360 365 

CGA GAG TTC TAT ATG CGG CAA ACA GGG CCT ATC AGT GCC ACC CTG GTG 1485 

Arg Glu Phe Tyr Met Arg Gin Thr Gly Pro He Ser Ala Thr Leu Val 

370 375 380 

ATG ACA CGC CCC ATC AAA GGG CCT CGG GAC ATC CAG CTG GAC TTG GAG 1533 

Met Thr Arg Pro lie Lys Gly Pro Arg Asp He Gin Leu Asp Leu Glu 

385 390 395 

ATG ATC ACT GTC AAC ACT GTC ATC AAC TTC AGA GGC AGC TCC GTG ATC 1581 

Met He Thr Val Asn Thr Val He Asn Phe Arg Gly Ser Ser Val He 

400 405 410 

CGA CTG CGG ATA TAT GTG TCG CAG TAT CCG TTC TGAGCCTCTG GCTAAGGCCT 1634 



miE4$¥ 1 1 - 3 0 3 4 4 1 3 




10-11973 



P 



Arg Leu Arg He Tyr Val Ser Gin Tyr Pro Phe 

415 420 425 

CTGACACTGC CTTTCACCAG CACCGAGGGA CGGGAGGAGA 
GAGCGAGACA GACATTGCAC CTTTCCTGCT GAATATCTCC 
CTTGACCCAT ATCTGTACTA TTGCAGATGG TCACTCTGAA 
CTATGATGCA GTTATCCAAA AGTGTTCATC TTAGCCCCTG 
CTTCAAAGCC TTCCATTTAT TTCCATCGTT TTATAAAAAA 
GGGGTATGAG TCCTCGAAGG TTCAAAAGAC TGAGTGGCTT 
TTCCTCCATC TCTTGCTGCA TTGCTGCTTT GCAAAAGTCC 
CTGGGAATAG CTAGTTTGCT TCTTGCATGT TCTGAGAAGG 
AGGATCGAAG GTTTTTATAG AGTCTATTTT AAAATCACAT 
GAAATTTTAG TTGTCTTTAA AATTTGTATG AGTGTTTAAC 
GCTTCTTAAA GTGGTAGAAT TCCTTCCAAA GGCCTCAGAT 
CCAACCTCAT CCTTTCCTGC ATCTTAGCCC AGTTTTTACG 
TNTTAAGAGT TTTTACCCAA CTGCGTTGGA AGACAGAGGT 
TGAAGAAAAA AAAAA 

: 423 

Gin Cys Thr Asn Gly Phe Asp Leu Asp Arg Gin 

5 10 
Asp He Asp Glu Cys Arg Thr lie Pro Glu Ala 

20 25 
Met Cys Val Asn Gin Asn Gly Gly Tyr Leu Cys 
35 40 



AAGGAAACCA 
TGGGGGCATC 
GGACACCCTG 
ATATGAGGTT 
GAAAATAGAT 
GCTCTCACCT 
TCATGGGCTC 
CTATGGGAAC 
CTGGTATTTT 
CTTTTCTTAT 
ACATGTTATG 
AAGACCCCTT 
ATCCAGACTG 



GCAAGAATGA 1694 
AGCCTAGCAT 1754 
CCCTCAGTTC 1814 
GCCAGTGACT 1874 
TAGATTTGCT 1934 
CTTCCTCTCC 1994 
GTGGGAAATG 2054 
ACACCACAGC 2114 
CAGCATAAAA 2174 
TCATTTTGAG 2234 
TTCAGTCTTT 2294 
AATCATGCTT 2354 
ATTAAATAAT 2414 
2429 



Ser Gly Gin Cys Leu 

15 

Cys Arg Gly Asp Met 

30 

He Pro Arg Thr Asn 

45 



5 5 
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10 — 119731 



Pro Val Tyr Arg Gly Pro Tyr Ser Asn Pro Tyr Ser Thr Ser Tyr Ser 

50 55 60 

Gly Pro Tyr Pro Ala Ala Ala Pro Pro Val Pro Ala Ser Asn Tyr Pro 
65 70 75 80 

Thr He Ser Arg Pro Leu Val Cys Arg Phe Gly Tyr Gin Met Asp Glu 

85 90 95 

Gly Asn Gin Cys Val Asp Val Asp Glu Cys Ala Thr Asp Ser His Gin 

100 105 110 

Cys Asn Pro Thr Gin He Cys He Asn Thr Glu Gly Gly Tyr Thr Cys 

115 120 125 

Ser Cys Thr Asp Gly Tyr Trp Leu Leu Glu Gly Gin Cys Leu Asp lie 

130 135 140 

Asp Glu Cys Arg Tyr Gly Tyr Cys Gin Gin Leu Cys Ala Asn Val Pro 
145 150 155 160 

Gly Ser Tyr Ser Cys Thr Cys Asn Pro Gly Phe Thr Leu Asn Asp Asp 

165 170 175 

Gly Arg Ser Cys Gin Asp Val Asn Glu Cys Glu Thr Glu Asn Pro Cys 

180 185 190 

Val Gin Thr Cys Val Asn Thr Tyr Gly Ser Phe He Cys Arg Cys Asp 

195 200 205 

Pro Gly Tyr Glu Leu Glu Glu Asp Gly He His Cys Ser Asp Met Asp 
210 

215 220 

Glu Cys Ser Phe Ser Glu Phe Leu Cys Gin His Glu Cys Val Asn Gin 
225 230 235 240 

Pro Gly Ser Tyr Phe Cys Ser Cys Pro Pro Gly Tyr Val Leu Leu Asp 

245 250 255 

Asp Asn Arg Ser Cys Gin Asp He Asn Glu Cys Glu His Arg Asn His 
260 265 270 



£VEft¥- 1 1 - 3 0 3 4 4 1 3 




^10-119731 

, rin Thr fvs Tvr Asn Leu Gin Gly Gly Phe Lys 
Thr Cys Thr Ser Leu Gin Thr Lys iyr ft 

275 280 
CysUe Asp Pro lie Ser Gys Gin Gl. Pro Iyr Leu Le.I.eGlyGlu 

295 300 
290 zao 

cic 320 

305 310 

Phe Thr lie Le„ Tyr Ar 8 Asp »e, Asp Va, Val Ser Gl, Arg Ser Va, 

325 330 335 

Pro Ala »s P lie Phe Gin Het Gl. A.a Thr Thr Arg Tyr Pro Gl, >l. 

340 

Tyr T yr lie Phe Gin lie Lys Ser Gl, Asn G.u Gly Ar g Gl. Phe Tyr 

355 360 365 

„e, ArgGln Thr Gly Pro lie Ser Ala Thr Leu Val ««t Thr Arg Pro 

o 7 c 380 
370 610 

qq 5 400 

385 390 

„i_ » n„ Qpr Ser Val lie Arg Leu Arg He 
Asn Thr Val lie Asn Phe Arg Gly Ser Ser vai 



410 415 
405 41U 

Tyr Val Ser Gin Tyr Pro Phe 

420 

: 10 

'• 1269 

^\](DBM • cDNA 10 mRNA 

CAGTGCACAA ACGGCTTTGA CCTGGACCGC CAGTCAGGAC AGTGTCTAGA TATTGATGAA e0 

5 7 ffiM^ 1 1 - 3 0 3 4 4 1 



10 — 1 19731 



TGCCGGACCA 


TCCCTGAGGC 


TTGTCGTGGG 


GACATGATGT 


GTGTCAACCA 


GAATGGCGGG 


120 


TATTTGTGCA 


TCCCTCGAAC 


CAACCCAGTG 


TATCGAGGGC 


CTTACTCAAA 


TCCCTACTCT 


180 


ACATCCTACT 


CAGGCCCATA 


CCCAGCAGCG 


GCCCCACCAG 


TACCAGCTTC 


CAACTACCCC 


240 


ACGATTTCAA 


GGCCTCTTGT 


CTGCCGCTTT 


GGGTATCAGA 


TGGATGAAGG 


CAACCAGTGT 


300 


GTGGATGTGG 


ACGAGTGTGC 


AACAGACTCA 


CACCAGTGCA 


ACCCTACCCA 


GATCTGTATC 


360 


AACACTGAAG 


GAGGTTACAC 


CTGCTCCTGC 


ACCGATGGGT 


ACTGGCTTCT 


GGAAGGGCAG 


420 


TGCCTAGATA 


TTGATGAATG 


TCGCTATGGT 


TACTGCCAGC 


AGCTCTGTGC 


AAATGTTCCA 


480 


GGATCCTATT 


CCTGTACATG 


CAACCCTGGT 


TTCACCCTCA 


ACGACGATGG 


AAGGTCTTGC 


540 


CAAGATGTGA 


ACGAGTGCGA 


AACTGAGAAT 


CCCTGTGTTC 


AGACCTGTGT CAACACCTAT 


600 


GGCTCTTTCA 


TCTGCCGCTG 


TGACCCAGGA 


TATGAACTTG 


AGGAAGATGG 


CATTCACTGC 


660 


AGTGATATGG 


ACGAGTGCAG 


CTTCTCCGAG 


TTCCTCTGTC 


AACACGAGTG 


TGTGAACCAG 


720 


CCGGGCTCAT 


ACTTCTGCTC 


GTGCCCTCCA 


GGCTACGTCC 


TGTTGGATGA 


TAACCGAAGC 


780 


TGCCAGGATA 


TCAATGAATG 


TGAGCACCGA 


AACCACACGT 


GTACCTCACT 


GCAGACTTGC 


840 


TACAATCTAC 


AAGGGGGCTT 


CAAATGTATT 


GATCCCATCA 


GCTGTGAGGA 


GCCTTATCTG 


900 


CTGATTGGTG 


AAAACCGCTG 


TATGTGTCCT 


GCTGAGCACA 


CCAGCTGCAG 


AGACCAGCCA 


960 


TTCACCATCC 


TGTATCGGGA 


CATGGATGTG 


GTGTCAGGAC 


GCTCCGTTCC 


TGCTGACATC 


1020 


TTCCAGATGC 


AAGCAACAAC 


CCGATACCCT 


GGTGCCTATT 


ACATTTTCCA 


GATCAAATCT 


1080 


GGCAACGAGG 


GTCGAGAGTT 


CTATATGCGG 


CAAACAGGGC 


CTATCAGTGC 


CACCCTGGTG 


1140 


ATGACACGCC 


CCATCAAAGG 


GCCTCGGGAC 


ATCCAGCTGG 


ACTTGGAGAT GATCACTGTC 


1200 


AACACTGTCA 


TCAACTTCAG 


AGGCAGCTCC 


GTGATCCGAC 


TGCGGATATA 


TGTGTCGCAG 


1260 


TATCCGTTC 












1269 



@E?!jc7)J|£ : 448 
gE#J(Z)§y: 7 ^ J m 

Met Pro Gly He Lys Arg He Leu Thr Val Thr He Leu Ala Leu Cys 



ffitiE^¥ 1 1 - 3 0 3 4 4 1 3 



^ i 0 - 1 1 9 7 3 1 



-20 



-15 



-10 



-5 

„. Pro G,u Ala Cys Arg Gl, *SP Me, let Cys Val As„ Gin Asn G.y 

30 63 
Glv Tyr Leu Cys II. Pr. Arg Thr As„ Pro Va. Tyr Arg Gl, Pro Tyr 

45 50 55 

60 65 
Pro Pro Leu Ser Ala Pro Asn Tyr Pro Thr He Ser Ar g Pro Leu He 

75 80 85 

qr: 100 105 

90 ^ 

no 

„e Asn Thr G.u Gl, G,y Tyr Thr Cys Ser Cys Thr Asp G.y Tyr Tr P 

125 130 
L eu Le„ Gl. Gly Gin Cys Leu Asp lie Asp Gl. Cys Arg Tyr G.y Tyr 

.40 

C ,s G.n Gin Leu Cys Ala Asn V.1 Pro G.y Ser Tyr Ser Cys Thr Cys 

155 160 165 

Asn Pro Gl, Phe Thr Leu Asn G.u As P G.y Arg Ser Cys G.n Asp Va. 

If 

T,r Gly Ser Phe „e Cys Arg Cys Asp Pro Gly Tyr G.u Leu Glu Glu 



205 



210 



5 9 



ffiSE#¥ 1 1 - 3 0 3 4 4 1 




$$3p 1 0— 1 1 9 7 3 1 



Asp Gly Val His Cys Ser Asp Met Asp Glu Cys Ser Phe Ser Glu Phe 

220 225 230 

Leu Cys Gin His Glu Cys Val Asn Gin Pro Gly Thr Tyr Phe Cys Ser 

235 240 245 

Cys Pro Pro Gly Tyr He Leu Leu Asp Asp Asn Arg Ser Cys Gin Asp 
250 255 260 265 

lie Asn Glu Cys Glu His Arg Asn His Thr Cys Asn Leu Gin Gin Thr 

270 275 280 

Cys Tyr Asn Leu Gin Gly Gly Phe Lys Cys lie Asp Pro He Arg Cys 

285 290 295 

Glu Glu Pro Tyr Leu Arg He Ser Asp Asn Arg Cys Met Cys Pro Ala 

300 305 310 

Glu Asn Pro Gly Cys Arg Asp Gin Pro Phe Thr He Leu Tyr Arg Asp 

315 320 325 

Met Asp Val Val Ser Gly Arg Ser Val Pro Ala Asp He Phe Gin Met 
330 335 340 345 

Gin Ala Thr Thr Arg Tyr Pro Gly Ala Tyr Tyr He Phe Gin He Lys 

350 355 360 

Ser Gly Asn Glu Gly Arg Glu Phe Tyr Met Arg Gin Thr Gly Pro lie 

365 370 375 

Ser Ala Thr Leu Val Met Thr Arg Pro lie Lys Gly Pro Arg Glu lie 

380 385 390 

Gin Leu Asp Leu Glu Met lie Thr Val Asn Thr Val lie Asn Phe Arg 

395 400 405 

Gly Ser Ser Val lie Arg Leu Arg He Tyr Val Ser Gin Tyr Pro Phe 
410 415 420 425 

Wi^m^r : 12 
ge#!£>il£ : 1344 



1 1 - 3 0 3 4 4 1 3 



^ l 0 - 1 1 9 7 3 1 

^IJCDS^ •• cDNA to mRNA 

ATGCCAGGAA TAAAAAGGAT ACTCACTGTT ACCATTCTGG CICTCTGTCT TCCAAGCCCT 
GGGAATGCAC AGGCACAGTG CACGAATGGC TTTGACCTGG ATCGCCAGTC AGGACAGTGT 
TTAGATATTG ATGAATGCCG AACCATCCCC GAGGCCTGCC GAGGAGACAT GATGTGTGTT 
AACCAAAATG GCGGGTATTT ATGCATTCCC CGGACAAACC CTGTGTATCG AGGGCCCTAC 
TCGAACCCCT ACIGGACCCC CTACTCAGGT CCGTACCCAG CAGCTGGCCC ACCACTCTCA 
GCTCCAAACT ATCCCACGAT CTCCAGGCCT CTTATATGCC GCTTTGGATA CCAGATGGAT 
GAAAGCAACC AATGTGTGGA TGTGGACGAG TGTGCAACAG ATTCCCACCA GIGCAACCCC 
ACCCAGATCT GCATCAATAC TGAAGGCGGG TAGACCTGCT CCTGCACCGA CGGATATTGG 
GTTCTGGAAG GCCAGTGCTT AGACATTGAT GAATGTCGCT ATGGTTACTG CCAGCAGCTC 
TGTGCGAATG TTCCTGGATC CTATTCTTGT ACATGCAACC GTGGTTTTAC CCTCAATGAG 
GATGGAAGGT CTTGCCAAGA TGTGAACGAG TGTGCCACCG AGAACCCCTG CGTGCAAACC 
IGCGTCAACA CCTACGGCTC TTTCATCTGC CGCTGTGACC CAGGATATGA ACTTGAGGAA 
GATGGCGTTC ATTGCAGTGA TATGGACGAG TGCAGCTTCT CTGAGTTCCT CTGCCAACAT 
GAGTGTGTGA ACCAGCGCGG CACATACTTC TGCTCCTGCC CTCCAGGCTA CATCCTGCTG 840 
GATGACAACC GAAGCTGCCA AGACATCAAC GAATGTGAGC ACAGGAACCA CACGTGCAAC 900 
CTGCAGCAGA CGTGCTACAA TTTACAAGGG GGCTTCAAAT GCATCGACCC CATCCGCTGT 960 
GAGGAGCCTT ATCTGAGGAT CAGTGATAAC CGCTGTATGT GTCCTGCTGA GAACCCTGGC 1020 
TGCAGAGACC AGCCCTTTAC CATCTTGTAC CGGGACATGG ACGTGGTGTC AGGACGCTCC 1080 
GTTCCCGCTG AGATCTTCCA AATGCAAGCC ACGACCCGCT AGCCTGGGGC CIATTACATT 1140 
TTCCAGATCA AATCTGGGAA TGAGGGCAGA GAATTTTACA TGCGGCAAAC GGGCCCCATC 1200 
AGTGCCACCC TGGTGATGAC ACGCCCCATC AAAGGGCCCC GGGAAATCGA GCTGGACTTG 1260 
GAAATGATCA CTGTCAACAC TGTCATCAAC TTCAGAGGCA GCTCCGTGAT CCGACTGCGG 1320 
ATATATGTGT CGCAGTACCC ATTC 

6 ! ffiSE*H* 1 1 - 3 0 3 4 4 1 3 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 




$#^2 1 0 - 1 1 9 7 3 1 

I^'JU-t : 13 
@E?iJtf>^£ : 2328 

m^Kom : &WL 

^CDIK : —:fcit 
h^D v- : fl:^ 
IE#Jtf>?I£S : cDNA to mRNA 

mm 

9 U — y& : human A 5 5 

ftmzmirm^ : CDS 
#£fcfi : 169.. 1512 
43M&£&£L£?7& : S 
t&UZm-tm^ : sig peptide 
: 169.. 237 

#M£*;f : ">at peptide 
##ftfi : 238.. 1512 

: S 

GACCCGGCGC TCTCCCCGTG TCCTCTCCAC GACTCGCTCG GCCCCTCTGG AATAAAACAC 60 
CCGCGAGCCC CGAGGGCCCA GAGGAGGCCG ACGTGCCCGA GCTCCTCCGG GGGTCCCGCC 120 
CGCGAGCTTT CTTCTCGCCT TCGCATCTCC TCCTCGCGCG TCTTGGAC ATG CCA GGA 177 

Met Pro Gly 
-23 

ATA AAA AGG ATA CTC ACT GTT ACC ATT CTG GCT CTC TGT CTT CCA AGC 225 
He Lys Arg He Leu Thr Val Thr lie Leu Ala Leu Cys Leu Pro Ser 

-20 -15 -10 -5 



11-3034413 




CCT GGG AAT GCA 



CAG GCA CAG TGC ACG AAT 



GGC TTT GAC CTG GAT CGC 



273 



Pro 



Gly Asn Ala Gin Ala 



Gln cys Thr Asn Gly Phe Asp Leu As P Arg 



10 



CAG TCA GGA CAG TGT TTA GAT ATT GAT GAA 



TGC CGA ACC ATC CCC GAG 



321 



Gin Ser Gly Gin Cys 



Leu Asp He Asp Glu Cys 



Arg Thr He Pro Glu 



15 



20 



25 



GCC TGC CGA GGA GAC ATG ATG TGT GTT AAC 
Ala Cys Arg Gly Asp Met Met Cys Val Asn 



30 



35 



TGC ATT CCC CGG ACA AAC CCT GTG TAT CGA 



CAA AAT GGC GGG TAT TTA 
Gin Asn Gly Gly Tyr Leu 
40 

GGG CCC TAC TCG AAC CCC 



369 



417 



Cys He Pro Arg Thr Asn 



Pro Val Tyr Arg Gly Pro Tyr Ser Asn Pro 



45 



50 



55 



60 



TAC TCG ACC CCC TAC TCA GGT CCG TAC CCA 



Tyr Ser 



Thr Pro Tyr Ser Gly 



GCA GCT GCC CCA CCA CTC 



Pro Tyr Pro Ala Ala Ala Pro Pro Leu 



465 



65 



70 



75 



TCA GCT CCA AAC TAT CCC ACG ATC TCC AGG 



CCT CTT ATA TGC CGC TTT 



513 



Ser Ala Pro Asn Tyr Pre 



Thr He Ser Arg Pro 



Leu He Cys Arg Phe 



80 



85 



90 



GGA TAC CAG ATG GAT GAA AGC AAC CAA TGT 



GTG GAT GTG GAC GAG TGT 



561 



Gly Tyr Gin Met Asp Glu 



Ser Asn Gin Cys Val Asp Val Asp Glu Cys 



95 



100 



105 



GCA ACA GAT TCC CAC CAG TGC AAC CCC ACC 



CAG ATC TGC ATC AAT ACT 



609 



Ala Thr Asp Ser His 



Gin Cys Asn Pro Thr G 



In He Cys He Asn Thr 



110 



115 



120 



GAA GGC GGG TAC ACC 
Glu Gly Gly Tyr Thr Cys Ser Cys Thr Asp 



657 



Gly Tyr Tr P Leu Leu Glu 



125 

GGC CAG TGC TTA 



130 



135 



140 



GAC ATT GAT GAA TGT CGC 



TAT GGT TAC TGC CAG CAG 



705 



Gly Gin Cys Leu Asp 



UeAsp Glu Cys Arg Tyr Gly Tyr Cys Gin Gin 



6 3 



11-303441 



# ^ 10—119731 



145 150 155 

CTC TGT GCG AAT GTT CCT GGA TCC TAT TCT TGT ACA TGC AAC CCT GGT 753 

Leu Cys Ala Asn Val Pro Gly Ser Tyr Ser Cys Thr Cys Asn Pro Gly 

160 165 170 

TTT ACC CTC AAT GAG GAT GGA AGG TCT TGC CAA GAT GTG AAC GAG TGT 801 

Phe Thr Leu Asn Glu Asp Gly Arg Ser Cys Gin Asp Val Asn Glu Cys 

175 180 185 

GCC ACC GAG AAC CCC TGC GTG CAA ACC TGC GTC AAC ACC TAC GGC TCT 849 

Ala Thr Glu Asn Pro Cys Val Gin Thr Cys Val Asn Thr Tyr Gly Ser 

190 195 200 

TTC ATC TGC CGC TGT GAC CCA GGA TAT GAA CTT GAG GAA GAT GGC GTT 897 

Phe He Cys Arg Cys Asp Pro Gly Tyr Glu Leu Glu Glu Asp Gly Val 
205 210 215 220 

CAT TGC AGT GAT ATG GAC GAG TGC AGC TTC TCT GAG TTC CTC TGC CAA 945 

His Cys Ser Asp Met Asp Glu Cys Ser Phe Ser Glu Phe Leu Cys Gin 

225 230 235 

CAT GAG TGT GTG AAC CAG CCC GGC ACA TAC TTC TGC TCC TGC CCT CCA 993 

His Glu Cys Val Asn Gin Pro Gly Thr Tyr Phe Cys Ser Cys Pro Pro 

240 245 250 

GGC TAC ATC CTG CTG GAT GAC AAC CGA AGC TGC CAA GAC ATC AAC GAA 1041 

Gly Tyr He Leu Leu Asp Asp Asn Arg Ser Cys Gin Asp He Asn Glu 

255 260 265 

TGT GAG CAC AGG AAC CAC ACG TGC AAC CTG CAG CAG ACG TGC TAC AAT 1089 

Cys Glu His Arg Asn His Thr Cys Asn Leu Gin Gin Thr Cys Tyr Asn 

270 275 280 

TTA CAA GGG GGC TTC AAA TGC ATC GAC CCC ATC CGC TGT GAG GAG CCT 1137 

Leu Gin Gly Gly Phe Lys Cys lie Asp Pro lie Arg Cys Glu Glu Pro 
285 290 295 300 

TAT CTG AGG ATC AGT GAT AAC CGC TGT ATG TGT CCT GCT GAG AAC CCT 1185 

6 4 1 1 - 3 0 3 4 4 1 3 



^10-119731 

fuc Mpt r vs pro Ala Glu Asn Pro 
Tyr Leu Arg He Ser Asp Asn Arg Cys Met Cys 

iy 315 



310 



CGC TGC AGA GAC GAG CGC TTT ACC ATC TTG TAG CGG GAG AIG GAC GIG 

oo= 330 
320 ^° 

Val Ser Gly Arg Ser Va, Pro A-a Asp lie 



1233 



1281 



335 



340 



ACC CGC Z CCT GGG GCC TAT TAG ATT TTC GAG ATC AAA TGT CGC AAT 1S» 
Thr Arg Tyr Pro Gly Ala Tyr Tyr He 

355 360 
GAG « AGA GAA TTT TAG ATG GGG CAA AGG GGG GGG ATG ACT GGC « «n 
G ,» G,y Arg Gla Phe Tyr »e t Arg G,„ T.r G,y Pro He Ser A,a 

370 

Z GTG ATG AGA CGC CCG ATC AAA GGG CCG CGG GAA ATC GAG GTG GAC U* 

t «■ riv Pro Ars Glu He Gin Leu Asp 
Leu Val Met Thr Arg Pro He Lys Gly Pro Arg 

one, 

390 

nG GAA ATG ATC « GTG AAG ACT GTC ATC AAC TTC AGA GGC AGG TCC H» 
L e» GU .let ,.e Thr Val Asn Thr Va, ,.e As. Phe Arg Gl, Ser Ser 

GTG ATC CGA GTG GGG ATA TAT GTG TCG GAG TAG CCA TTC TGAGCCTCGG «** 
Val He Arg Lea Arg He Tyr Va, Ser Gin Tyr Pro Phe 

4,5 420 ^ 

GCTGGAGCCT CCGACGCTGC CTCTCATTGG CACCAAGGGA CAGGAGAAGA GAGGAAATAA !58 
GCTGGAGCU rrlTTTrnT CTGAACGTTT CCGCGAAGAG 1642 

CAGAGAGAAT GAGAGGGACA CAGACGTTAG GCATTTCCTG CTGAACGT 
TCAGCCCCGA CTTCCTGACT CTCACCTGTA CTATTGCAGA CCTGTCACCC TGCAGGACTT ,7 
GTTCCTATGA TACAGTTATC AAAAAGTATT ATCATTGCTC = > 
AGATTGTTGG TGAATTTTCA AGGGCTTCAG TTTATTTCCA CTATTTTCAA 
TTAGGTTTGC GGGGGTCTGA GTCTATGTTC AAAGACTGTG AACAGCTTGC TGTCACTTCT 

6 5 ffi!E#¥ 1 1 - 3 0 3 4 4 1 3 



10 — 119731 



TCACCTCTTC CACTCCTTCT CTCACTGTGT TACTGCTTTG CAAAGACCCG GGAGCTGGCG 1942 

GGGAACCCTG GGAGTAGCTA GTTTGCTTTT TGCGTACACA GAGAAGGCTA TGTAAACAAA 2002 

CCACAGCAGG ATCGAAGGGT TTTTAGAGAA TGTGTTTCAA AACCATGCCT GGTATTTTCA 2062 

ACCATAAAAG AAGTTTCAGT TGTCCTTAAA TTTGTATAAC GGTTTAATTC TGTCTTGTTC 2122 

ATTTTGAGTA TTTTTAAAAA ATATGTCGTA GAATTCCTTC GAAAGGCCTT CAGACACATG 2182 

CTATGTTCTG TCTTCCCAAA CCCAGTCTCC TCTCCATTTT AGCCCAGTGT TTTCTTTGAG 2242 

GACCCCTTAA TCTTGCTTTC TTTAGAATTT TTACCCAATT GGATTGGAAT GCAGAGGTCT 2302 

CCAAACTGAT TAAATATTTG AAGAGA 2328 

: 14 

WM<D&& : 423 

Gin Cys Thr Asn Gly Phe Asp Leu Asp Arg Gin Ser Gly Gin Cys Leu 

15 10 15 

Asp He Asp Glu Cys Arg Thr lie Pro Glu Ala Cys Arg Gly Asp Met 

20 25 30 

Met Cys Val Asn Gin Asn Gly Gly Tyr Leu Cys lie Pro Arg Thr Asn 

35 40 45 

Pro Val Tyr Arg Gly Pro Tyr Ser Asn Pro Tyr Ser Thr Pro Tyr Ser 

50 55 60 

Gly Pro Tyr Pro Ala Ala Ala Pro Pro Leu Ser Ala Pro Asn Tyr Pro 
65 70 75 80 

Thr lie Ser Arg Pro Leu lie Cys Arg Phe Gly Tyr Gin Met Asp Glu 

85 90 95 

Ser Asn Gin Cys Val Asp Val Asp Glu Cys Ala Thr Asp Ser His Gin 
100 105 110 



fflIE*$¥ 1 1 - 3 0 3 4 4 1 3 




^10-119731 



Cys Asn Pro Thr Gin He Cys He Asn 



Thr Glu Gly Gly Tyr Thr Cys 



115 



120 



125 



Ser Cys 
130 



Thr Asp Gly Tyr Tr P Leu Leu 



Glu Gly Gin Cys Leu Asp He 



135 



140 



Asp Glu Cys Arg Tyr Gly Tyr Cys Gin Gin 



L eu Cys Ala Asn Val Pro 



145 



150 



155 



160 



Gly Ser Tyr Ser Cys Thr Cys Asn Pro 



Gly Phe Thr Leu Asn Glu Asp 



165 



170 



175 



Gin Asp Val Asn Glu Cys 



185 



Gly Arg Ser Cys 

180 

Val Gin Thr Cys 

195 

Pro Gly Tyr Glu Leu Glu Glu Asp Gly 



Ala Thr Glu Asn Pro Cys 



190 



Val Asn Thr Tyr G>y Ser Phe lie Cys Ar 8 Cys Asp 



200 



205 



Val His Cys Ser Asp Met Asp 



210 



215 



220 



Glu Cys Ser Phe Ser 



Glu Phe Leu Cys Gin His 



Glu Cys Val Asn Gin 



225 



230 



235 



240 



Pro Gly Thr Tyr Phe Cys Ser Cys Pro Pro 



G l y Tyr He Leu Leu Asp 



245 



250 



255 



Asp 



Asn Arg Ser Cys Gin Asp He Asn Glu 



Cys Glu His Arg Asn His 



260 



265 



270 



Thr Cys Asn Leu Gin Gli 



Thr cys T yr Asn Leu On Gly Gly P"* ^ 



280 



285 



ue ArsCys 01. Gl. Tyr - S " 4 " 



275 

Cys He Asp Pro 

290 

Asn Arg Cys let Cys Pro Ala Glu Asn Pro 



295 



300 



Gly Cys Arg Asp Gin Pro 



305 

Phe Thr He Leu 



310 



315 



320 



Tyr Arg Asp Met Asp Val 



Val Ser Gly Arg Ser Val 



325 



330 



335 



Pro Ala Asp He Phe Gl> 



Met Gin Ala Thr Thr Arg Tyr Pro Gly Ala 



6 7 



11-303441 




1 0— 1 1 9 7 3 1 

340 345 350 

Tyr Tyr He Phe Gin He Lys Ser Gly Asn Glu Gly Arg Glu Phe Tyr 

355 360 365 

Met Arg Gin Thr Gly Pro He Ser Ala Thr Leu Val Met Thr Arg Pro 

370 375 380 

lie Lys Gly Pro Arg Glu lie Gin Leu Asp Leu Glu Met lie Thr Val 
385 390 395 400 

Asn Thr Val lie Asn Phe Arg Gly Ser Ser Val He Arg Leu Arg lie 

405 410 415 

Tyr Val Ser Gin Tyr Pro Phe 
420 

m?}(D-&£ : 1269 

mcom. : -#it 

WFMD&M : cDNA to mRNA 
WM 

CAGTGCACGA ATGGCTTTGA CCTGGATCGC CAGTCAGGAC AGTGTTTAGA TATTGATGAA 60 

TGCCGAACCA TCCCCGAGGC CTGCCGAGGA GACATGATGT GTGTTAACCA AAATGGCGGG 120 

TATTTATGCA TTCCCCGGAC AAACCCTGTG TATCGAGGGC CCTACTCGAA CCCCTACTCG 180 

ACCCCCTACT CAGGTCCGTA CCCAGCAGCT GCCCCACCAC TCTCAGCTCC AAACTATCCC 240 

ACGATCTCCA GGCCTCTTAT ATGCCGCTTT GGATACCAGA TGGATGAAAG CAACCAATGT 300 

GTGGATGTGG ACGAGTGTGC AACAGATTCC CACCAGTGCA ACCCCACCCA GATCTGCATC 360 

AATACTGAAG GCGGGTACAC CTGCTCCTGC ACCGACGGAT ATTGGCTTCT GGAAGGCCAG 420 

TGCTTAGACA TTGATGAATG TCGCTATGGT TACTGCCAGC AGCTCTGTGC GAATGTTCCT 480 

GGATCCTATT CTTGTACATG CAACCCTGGT TTTACCCTCA ATGAGGATGG AAGGTCTTGC 540 

CAAGATGTGA ACGAGTGTGC CACCGAGAAC CCCTGCGTGC AAACCTGCGT CAACACCTAC 600 



mtl^^ 1 1 - 3 0 3 4 4 1 3 



1 0 - 1 1 9 7 3 1 



GGCTCTTTCA 
AGTGATATGG 
CCCGGCACAT 
TGCCAAGACA 
TACAATTTAC 
AGGATCAGTG 
TTTACCATCT 
TTCCAAATGC 
GGGAATGAGG 
ATGACACGCC 
AACACTGTCA 
TACCCATTC 



TCTGCCGCTG 
ACGAGTGCAG 
ACTTCTGCTC 
TCAACGAATG 
AAGGGGGCTT 
ATAACCGCTG 
TGTACCGGGA 
AAGCCACGAC 
GCAGAGAATT 
CCATCAAAGG 
TCAACTTCAG 



TGACCCAGGA 
CTTCTCTGAG 
CTGCCCTCCA 
TGAGCACAGG 
CAAATGCATC 
TATGTGTCCT 
CATGGACGTG 
CCGCTACCCT 
TTACATGCGG 
GCCCCGGGAA 
AGGCAGCTCC 



TATGAACTTG 
TTCCTCTGCC 
GGCTACATCC 
AACCACACGT 
GACCCCATCC 
GCTGAGAACC 
GTGTCAGGAC 
GGGGCCTATT 
CAAACGGGCC 
ATCCAGCTGG 
GTGATCCGAC 



AGGAAGATGG 
AACATGAGTG 
TGCTGGATGA 
GCAACCTGCA 
GCTGTGAGGA 
CTGGCTGCAG 
GCTCCGTTCC 
ACATTTTCCA 
CCATCAGTGC 
ACTTGGAAAT 
TGCGGATATA 



660 

720 

780 

840 

900 

960 



CGTTCATTGC 
TGTGAACCAG 
CAACCGAAGC 
GCAGACGTGC 
GCCTTATCTG 
AGACCAGCCC 
CGCTGACATC 1020 
GATCAAATCT 1080 
CACCCTGGTG 1140 
GATCACTGTC 1200 
TGTGTCGCAG 1260 
1269 



ffiffitf* 11-3034413 
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mm&] era 

[Ell] 



ER^ffi(A450) 



o 
to 



o 

CO 



o 



p 



A55*g#±« 



PDGF lng/ml (PI) 



PDGF 3ng/ml (P3) 



PDGF lOng/ml 
(P10) 

+P1 

+P3 

+P10 



A5SJS«±a +P1 




o 



o 





A55i$35Lhrfi +P3 



A55ig*±» +P10 




1 



1 1 - 3 0 3 4 4 1 3 



^ 1 o 



-119 7 3 1 



[02] 



complex medio 

serum fr ee 
madia 

10ng/mt PDGP 

SOng/mi PDGF 

mg/ml in 10% 
A55 

lOng/m! in 
10% A55 




> 3 
m o 

(J» o 



2 



ffig^H" 3 0 3 4 4 




1 0 — 1 1 9 7 3 1 

mm: 
mm 

- F1"£ c DN A. ^© c DN ABB^[flCS^ftltCA>r 7'J ^>fXtS77^^ > 

/4 ytv'ymvt, i£ftte./itmmm&t£ft.* mitts &vfiL&m&* sg#/u 

ify F^tt# *m L T £ t £ *i £ (D&BJ> ffi33& t?/ £ lite 

ic ^ M T* & -5 £ # x. e> 4x S „ 



1 



1 1 - 3 0 3 4 4 1 3 



^10-119731 



$ifA 

000185983 

A? 



1 



ffifEtf* H- 3 0 3 4 4 




#3* 1 0— 1 1 9 7 3 1 



ffi M A 



(0 0 0 1 8 5 9 8 3) 



1 . mM^E B 1 9 9 0^ 9 R 2 0 



i 



1 1 - 3 0 3 4 4 1 3 



